Fig. S1. Expression profiling of BmHP1a and BmHP1b. 3
The BmHP1a (A) and BmHP1b (B) mRNA expression levels in 17 different tissues 4 from day three fifth-instar larvae. RT-qPCR was performed using total RNA from the 5 brain (BR), prothoracic gland (PG), salivary gland (SG), fat body (FB), trachea (TR), 6 hemocyte (HC), testis (TES), ovary (OV), anterior silkgland (ASG), middle silkgland 7 The data are shown as box-and-whisker diagrams. The boxes represent the medians and 34 the 25 th -75 th percentile ranges of the expression levels. The whiskers indicate the most 35 extreme data points, which were no more than 1.5-fold beyond the interquartile ranges 36
represented by the boxes. Data were subjected to pair-wise t-tests for all combinations. RT-qPCR analysis of the four genes examined in Fig. 2A and Fig. S4 in BmHP1a 62 siRNA-transfected cells. 63 * P < 0.05, ** P < 0.01 with Student's t-test. The data are shown as means ± SD (n = 6). 
The tissue distributions of upregulated (A) or downregulated (B) genes in 77
BmHP1a-depleted cells were examined in a BLAST analysis, using the expressed 78 sequence tags from 15 full-length cDNA libraries (Table S2) . OV   BR  PG  SG  FB  TR  HC  TES  ASG  MSG  PSG  FG  MG  HG  MT  IG  TES  OV Gene expression (log10(RPKM))
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